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aimed at determining the temporal and spatial expression patterns of
these genes. We have found two MMP genes, sea urchin homologues
of MMP 14 and MMP17, that are expressed in temporally regulated
patterns during development. We will present our data regarding the
temporal and spatial expressions of these genes during the develop-
ment of the sea urchin embryo.
doi:10.1016/j.ydbio.2010.05.417
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The sulfotransferase (sult) gene family generally catalyzes the
sulfate conjugation of a broad range of substrates. In development,
sult has been shown to have an important role in regulating Notch
(N) and FGF signaling. In sea urchin, a sult gene (SpSult) expressed
exclusively in pigment cells was previously isolated. SpSult transcrip-
tion starts at the blastula stage in pigment cell precursors and it is
maintained throughout the pluteus stage. SpSult belongs to a
differentiation gene battery positively regulated by the 7th–9th
cleavage N signaling. In this study we analyzed the SpSult function in
sea urchin development. SpSult knock-down embryos showed
abnormalities in both endoderm and mesoderm developments.
Pigment cell number was higher, approximately doubled. Moreover,
differentiated pigment cells showed an abnormal morphology and
distribution. Spiculogenesis was also abnormal and the gut was
absent or severely under-developed. Gene expression analysis
showed a down-regulation of key pigment cell specific transcription
factors that are directly regulated by N. The down-regulation of this
transcription factors occurred within 2 h from the onset of SpSult
transcription during the blastula stage. Their expression was back to
normal levels by late gastrula. Our data suggest that SpSult positively
regulates, by a feed-back mechanism, transcription factors directly
activated by N. Considering that the regulatory feed-back occurred
within a very narrow time interval, SpSultmight act either directly on
components of the N signaling or on factors directly upstream of this
group of N target genes.
doi:10.1016/j.ydbio.2010.05.418
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T-box transcription factors are crucial developmental regulators in
all multicellular organisms, and mutations in T-box genes are
implicated in both cancer and congenital diseases. Despite the
importance of these regulators, remarkably little is known regarding
the mechanisms they use to regulate target gene expression.
SUMOylation has recently been implicated in the function of T-box
factors in humans and C. elegans. We are using the C. elegans TBX-2
subfamily member TBX-2 as a model to study T-box factor
SUMOylation. TBX-2 interacts with the C. elegans E2 SUMO
conjugating enzyme UBC-9 and the E3 SUMO ligase GEI-17 in yeast-
two-hybrid assays, and it is SUMOylated in in vitro reactions using
human SUMOylation enzymes and when expressed in mammalian
cells. We have identified two consensus SUMOylation sites located in
the T-box and near the C-terminus, respectively, that mediate TBX-2
interaction with UBC-9 and GEI-17 in two-hybrid assays. The C-
terminal site is the primary SUMOylation site in vitro and in
mammalian cell assays, although the T-box site may also be
SUMOylated. In C. elegans, UBC-9 (RNAi) strongly enhances the
lethality of a hypomorphic TBX-2 mutant, consistent with the
hypothesis that TBX-2 functions as a SUMO-dependent transcrip-
tional regulator. We are currently asking if TBX-2 is SUMOylated in C.
elegans and characterizing the effect of SUMOylation on TBX-2
function.
doi:10.1016/j.ydbio.2010.05.419
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We have previously described a novel role for the C. elegans pRb
ortholog, LIN-35, as a regulator of intestinal gene expression. lin-35
acts redundantly with slr-2, a Zn-Finger protein, to co-regulate the
expression of intestinal genes required for nutrient utilization.
Whereas single mutants in lin-35 and slr-2 show no obvious defects,
double mutants arrest as L1 larva with hallmarks of starvation. We
have recently completed a genome-wide RNAi screen to identify
suppressors of lin-35; slr-2 larval arrest. This approach has resulted in
the identification of 27 suppressors, most of which fall into four
functional classes: (1) mitochondrial prohibitins, (2) ribosome
biogenesis genes, (3) signal transducers, and (4) transcriptional
regulators. This latter class includes several genes previously
identified as suppressors of the synthetic multivulval (SynMuv)
phenotype. Several of the identified suppressors are capable of
suppressing other previously characterized lin-35 synthetic pheno-
types, including the hyperproliferation defect of lin-35; fzr-1 mutants
and the pharyngeal organogenesis defect of lin-35; ubc-18 mutants.
Promiscuous suppressors are likely to affect lin-35 activities and may
provide novel targets for anti-cancer therapies. Our current work
addresses the mechanisms by which these suppressors lead to the
bypass of lin-35; slr-2 larval arrest. This will lead to further insights
into the non-canonical functions of pRb family members, increased
knowledge of the molecular mechanism underlying lin-35; slr-2
larval arrest, and the elucidation of the network of genes that
integrate their activities with lin-35 and slr-2 to control gene
expression.
doi:10.1016/j.ydbio.2010.05.420
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The maternal-to-zygotic transition (MZT) is a critical develop-
mental transition following fertilization and is characteristic of a
dramatic epigenetic regulation of gene expression. Prior to the MZT,
the zygotic genome is globally silenced by a number of epigenetic
regulators, including DNA methylation, histone modifications, and
nucleosome remodeling. During the MZT, maternal gene products are
destructed in a well-controlled manner, allowing the proper activa-
tion of the zygotic genome. Recent studies in Drosophila begin to
uncover molecular mechanisms governing Drosophila MZT. In
contrast, only a few vertebrate MZT regulators have been studied so
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